The search for a specific rRNA methylase motif led to the identification of the Staphylococcus lentus is a commensal bacterium colonizing the skin of several animal 20 species. It has been commonly isolated from food-producing animals, including poultry and 21 dairy animals (10, 39), and their food products (18, 23). People working with animals have 22 also been reported to be carriers of S. lentus (5, 10). In dairy sheep and goats, S. lentus has 23 been associated with subclinical mastitis (6, 16), and in rare cases, S. lentus caused infections 24 in humans (11, 13, 33).
have been reported in several staphylococci (35), thus far, S. lentus has been found to contain 37 only the erm(A), erm (B) , erm(C), or erm(F) genes (2, 9, 17, 21, 37) .
38
In March 2007, one S. lentus strain that displayed an inducible MLS B -phenotype but 39 carried none of the described erm genes was isolated from the ear of a healthy 5-year-old dog 40 (Bruno Jura hound). The aim of this study was to identify the nature of this MLS B -resistance 41 mechanism and to determine whether it is also present in S. lentus strains of different origins.
43

Materials and Methods
44
Bacterial strains, identification, and growth conditions. The origin and 45 characteristics of the Staphylococcus strains used in this study are listed in Table 1 . The 46 strains were identified by matrix-assisted laser desorption/ionization time-of-flight mass 47 spectrometry (MALDI-TOF MS) (microflex LT, Bruker Daltonics, Bremen, Germany).
48
Strains SD952 and ASC0 were additionally identified by 16S rDNA sequencing as described 49 previously (15). The S. aureus strains RN4220 (14) and 80CR5 (8) were used in 50 transformation and conjugation experiments, respectively. E. coli DH5α was used for cloning 51 and plasmid propagation. S. lentus strains were cultivated on trypticase soy agar plates 52 containing 5% sheep blood (Becton, Dickinson and company, Franklin Lakes, NJ) at 37°C. S. 53 aureus RN4220 and E. coli DH5α transformants were grown on Lennox broth (LB) agar 54 plates (Becton, Dickinson and company) containing 10 μg/ml tetracycline for selection of 55 pBUS1 constructs or 20 μg/ml chloramphenicol and 70 μg/ml ampicillin for selection of 56 pRB474 constructs in RN4220 or DH5α, respectively. These concentrations were also used to 57 maintain plasmids in the cells.
PCR and sequence analysis. Standard PCR was performed using Taq DNA 70 polymerase (Solis BioDyne, Tartu, Estonia). PCR for larger amplicons (> 1.5 kb) was 71 performed using Roche Expand Long Template PCR system (Roche Diagnostics GmbH,
72
Mannheim, Germany). DNA amplification was performed for 35 cycles; primers and 
82
Whole genome sequencing of S. lentus SD952 was performed using Roche 454 GS
83
Titanium chemistry and protocols (GS Junior System, Roche). 
174
Putative -10 and -35 promoter sequences exist 223 bp and 245 bp upstream of the erm (43) 175 start codon, respectively.
176
To study its expression, the erm(43) gene was cloned with and without its putative 177 promoter sequences into the shuttle vectors pBUS1, which lacks an expression promoter, and 178 pRB474, which allows expression of the cloned genes under the control of the vegII promoter. were electroporated into S. aureus RN4220, and transformants were tested for erythromycin,
183
clindamycin, and pristinamycin IA resistance as well as for the inducible resistance to 184 clindamycin and pristinamycin IA. In S. aureus RN4220, pBSSC1 conferred a greater than 9-185 fold increase in resistance to erythromycin; resistance to clindamycin (> 9-fold) and 186 pristinamycin IA (2-fold) after induction with erythromycin increased as well ( coding region absent in the SD952 sequence (Fig. 2) . The sequence of the same region in
226
ASC0 contained only the potential attachment sequence (DR) between the putative mfs and 227 sugar transporter genes (Fig. 2) . In strain M155, the putative mfs gene was found to be 228 truncated by the insertion element IS431 (Fig. 2) . The location of erm (43) 
